: Phylogenetic placement of genomes using a maximum-likelihood tree based on concatenated alignments of 16 ribosomal proteins. Colors of the tip labels indicate the following: red for the solids reactor (http://ggkbase.berkeley.edu/scnpilot_solids_dereplicated/organisms) (this study), blue for the SCN -stock reactor (http://ggkbase.berkeley.edu/SCN-stock/organisms) (Kantor et al., 2015) , purple for the CN-SCN reactor (http://ggkbase.berkeley.edu/CN-SCN/organisms) (Kantor et al., 2015) , and green for the SCN -two-reactor time series (http://ggkbase.berkeley.edu/scnpilot-dereplicated/organisms) (Kantor et al., in review) . Some genomes from these datasets are not included in the tree due to incomplete ribosomal protein sequences. Phyla that include genomes from the SCN -bioreactor datasets are labeled.
